: Migration of SCL-1 cells in response to conditioned media derived from intrinsically aged primary fibroblast of cSCC patients. Conditioned media (CM) was prepared from two different cSCC-associated stromal fibroblasts from elderly cSCC patients at an age of 88 years and 92 years (F-SCC3 and F-SCC1160524) to induce the migration of SCL-1 cells using the Transwell ® chamber migration assay. DMEM containing 10% FBS and collagen type I at a concentration of 50 μg/ml served as positive controls. DMEM served as a negative control. Displayed are the result of migration assay using two different passages of primary fibroblast F-SCC1160524 (labeled as CM1 and CM2). The results indicate that CM of primary fibroblasts of elderly cSCC patients significantly enhance the migration of SCL-1 compared to DMEM containing 10% FBS. Data are shown as mean ± S.D with n = 3 replicate wells; ***p < 0.001 calculated by unpaired student t-test between CM-treated and DMEM-10% FBS treated groups; HPF= ×100 magnification. Similar results were obtained using primary aged stromal fibroblast F-SCC3 (CM1 = 351 ± 43 cells/HPF and CM2 = 333 ± 52 cells/HPF).
Quantitative RT-PCR for selected chemokine receptors was performed to validate the RT2 Profiler PCR data in keratinocytes vs. cSCC cell lines (SCL-1, SCC12B2, SCC-13 and A431) (A) Heat map illustrating differentially expressed chemokine receptors. Signal intensities were averaged between biological replicates of three independent experiments and normalized to the averaged signal from biological replicates of normal keratinocytes. Green indicates downregulation (lower delta Ct values) and red upregulation (higher delta Ct values). (B) Graph represents the relative fold changes in mRNA expression normalized to the average expression level in keratinocytes. The qRT-PCR experiment was performed independently three times using samples prepared separately from the PCR array experiment. Data are shown as mean ± S.D for one of three independent experiments with n = 3; *p < 0.05, **p < 0.01 and ***p < 0.001 calculated by Bonferroni post hoc test after ANOVA shown for upregulated genes in cSCC cell lines as compared to normal keratinocytes. 
Supplementary

